The Molecular Biology Database Collection is a public resource listing key databases of value to the biologist, including those featured in this issue of Nucleic Acids Research, and other high-quality databases. All databases included in this Collection are freely available to the public. This listing aims to serve as a convenient starting point for searching the web for reliable information on various aspects of molecular biology, biochemistry and genetics. This year's update includes 548 databases, 162 more than the previous one. The databases are organized in a hierarchical classi®cation that should simplify ®nding the right database for each given task. Each database in the list comes with a recently updated brief description. The database list and the database descriptions can be accessed online at the Nucleic Acids Research web site http://nar. oupjournals.org/.
COMMENTARY
The 50th anniversary of Watson and Crick's discovery of the DNA double-helix structure last year was marked by the formal completion of the Human Genome Project (1) . In the feast of the ever-increasing pace of DNA sequencing, this 3-billion-letter text was unraveled barely 8 years after the completion of the ®rst genome of a cellular life form, the 2000-fold smaller genome of Haemophilus in¯uenzae strain Rd KW20 (2) . The history of genome sequencing shows that the amount of accumulated DNA sequence data keeps growing at an exponential rate, nearly doubling every year. Genomes of more than a hundred organisms from all major phylogenetic lineages are already available in GenBank and sequencing of many more is currently under way. These sequence data have stimulated research in more areas of life sciences than anybody could have expected just a few years ago. They have already spawned a revolution in microbiology and, with the progress of eukaryotic genome projects, will soon impact such areas as entomology and veterinary science. Unfortunately, a great majority of biologists, chemists and physicians still have only a very vague idea of how to use these data or even where to ®nd them. For the last 10 years, Nucleic Acids Research has been devoting a special issue to the molecular biology database compilation (3) , which, together with the recently launched NAR Web Server Issue (4), should help meet the challenge of bringing molecular biology data and computational tools to every laboratory bench and making them an integral part of every biologist's tool kit.
In order to have a real impact, molecular biology data need to be properly organized and curated. The database structure should help in improving the signal-to-noise ratio, making it easy to extract useful information. In the very beginning of the genome sequencing era, Walter Gilbert and colleagues warned of`database explosion', stemming from the exponentially increasing amount of incoming DNA sequence and the unavoidable errors it contains (5) . Luckily, this threat has not materialized so far, due to the corresponding growth in computational power and storage capacity and the strict requirements for sequence accuracy. However, having managed so far to cope with data accumulation in terms of the capacity to store sequence data, we have fared much worse in terms of our capacity to comprehend these data. Even though at least 50±70% of proteins encoded in any genome are homologous to proteins that are already in the database, every newly sequenced genome encodes hundreds or thousands of novel proteins that have never been seen before and whose very existence in the live cell, let alone function, is uncertain. Even for Escherichia coli, arguably the best-studied organism on this planet, almost a half of the~4288 proteins encoded in the genome have never been studied experimentally and, at the current rate of their experimental characterization, it could take many years before this task is completed (6) . For eukaryotes with their much larger genome sizes, complex gene organization, multitude of regulatory interactions and the abundance of proteins without evident enzymatic activities, the task of comprehending the genomic information is in®nitely more challenging.
In a way, the proliferation of molecular biology databases can be seen as a natural response of the biological community as a whole to the challenge of staying current in this everincreasing¯ow of information that faces every individual biologist. It allows one to rely on the expertise of others, typically well-known professionals in the ®eld, to sort through the raw data and come up with a curated digest, not unlike the immensely popular mini-reviews that now show up in nearly every journal. The difference, of course, is that the databases are freely available on the web and are continuously updated, which makes each of them a live resource, rather than just a snapshot.
So what's the purpose of this compilation in the era of Google, HotBot, Overture and dozens of other search engines? Unfortunately, these engines rank web sites by popularity, not by their relevance to scientists, and are unable to discriminate between reliable and unreliable web sites. Thus, a recent Google search for`mitochondrial myopathy' returned a huge number of links, many of them relevant, but clicking the very ®rst of those links launched a series of new windows offering a trial subscription to a web service, cheap airline tickets, and several more items not to be named here. Even the target window was mostly devoted to the importance of treating mitochondrial myopathies with a vegetarian diet, hardly what I was looking for. In contrast, the same search of the OMIM database yielded just 38 links, all of which were relevant and provided reliable information on this family of diseases. Thus, I hope that this compilation will help bridge the`digital divide' between those researchers who create molecular biology databases and those that would bene®t most from using them but are either unaware that such databases exist or are just too busy to spend valuable time sorting through dubious web links.
Certainly, this listing is far from being complete. In order to be included, databases had to provide added value to the user and be publicly available to anyone without any need for registration or subscription. The latter requirement left out a number of useful and otherwise worthy databases, previously described in NAR, such as the Asthma and Allergy Gene Database (7) or BioKnowledge Library databases YPD, PombePD and WormPD (8) from Proteome Inc., currently owned by Incyte. However, exceptions were made for the databases described in this volume and for those databases that allow some limited access without registration. Naturally, the database list has grown since the last issue. This edition includes 548 databases, an increase of 162 over the last year's list (3) . While most of these new databases have been created only recently, we have also added some well-known databases that were missing before, such as Colibri, FSSP (now superceded by Dali but still widely used) and GtRDB. We have also introduced a hierarchical classi®cation of databases that should simplify searching the list. Due to the limitations of every classi®cation, in the online version of this list, available at http://nar.oupjournals.org/, some databases appear more than once. Doing that in the print version (Table 1) would have consumed too much valuable space.
Suggestions for the inclusion of additional database resources in this Collection are encouraged and should be directed to Dr Alex Bateman at nardatabase@mrc-lmb. cam.ac.uk and to the author at galperin@ncbi.nlm.nih.gov. 
